SEQUENCE LISTING 

SEQ ID NO: 1 
Sequenc Length: \40 
Sequence Type: Nudleic acid 
Strand dn ss; Single 
Topology i Linear 
Molecular Type* Synthetic DNA 
Sequence 

ACTAGTCGAC ATGAAGTTGC CTGTTAGGCT GTTGGTGCTG 
SEQ ID NO i 2 
Sequence Lengths 39 
Sequence Typei Nucleic acid> 
Strandedness : Single 
Topology: Linear 
Molecular Type: Synthetic DNA 
Sequence 

ACTAGTCGAC ATGGAGWCAG ACACACTCCT 6JYTATGGGT 
SEQ ID NOi 3 
Sequence Length; 40 
Sequence Type: Nucleic acid 
Strandedness t Single 
Topology i Linear 
Molecular Typei Synthetic DNA 
Sequence 

ACTAGTCGAC ATGAGTGTGC TCACTCAGGT CCTGCSGT 
SEQ ID NOt 4 
Sequence Lengths 4 3 
Sequence Typei Nucleic acid 
Strandedness s Single 
Topology: Linear 
Molecular Type: Synthetic DNA 
Sequence 

ACTAGTCGAC ATGAGGRCCC CTGCTCAGWT TYTTGGMWTC TTG 
SEQ ID NOi S 
Sequence Length: 40 



Sequence \ype : Nucleic acid 
Strandedn as: Single 
Topologys ^J-near 
Mol cular Tyjp : Synth tic DNA 
Sequence \ 

ACTAGTCGAC ATGGATTTWC AGGTGCAGAT TWTCAGCTTC 

SEQ ID NO: 6 \ 

Sequence Lengths 37 

Sequence Type: wucleic acid 

Strandedness : Srngle 

Topology: Linear \ 

Molecular Type: Synthetic DNA 

Sequence \ 

ACTAGTCGAC ATGAGGTKCY YTGYTSAGYT YCTGRGG 
SEQ ID NO* 7 \ 
Sequence Length: 41 \ 
Sequence Typei Nucleic acid 
Strandedness: Single \ 
Topology: Linear \ 
Molecular Type: Synthetic DNA 
Sequence \ 

ACTAGTCGAC ATGGGCWTCA AGATGGAGTC ACAKWYYCWG G 

SEQ ID NO: 8 \ 

Sequence Length: 41 \ 

Sequence Type* Nucleic acid 

Strandedness i Single \ 

Topology : Linear \ 

Molecular Type: Synthetic DN/\ 

Sequence \ 

ACTAGTCGAC ATGTGGGGAY CTKTTTYCMM TTTTTCAATT G 

SEQ ID NO: 9 \ 

Sequence Length: 35 \ 

Sequence Type: Nucleic acid \ 

Strandedness: Single \ 

Topology: Linear \ 
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Molecular Typ 2 Synth tic DNA 
Sequence 

ACTAGTCGAC ATGGTRTCCW CASCTCAGTT CCTTG 

SEQ ID NO:\ 10 

Sequence Length: 37 

Sequence Type: Nucleic acid 

Strandedness : \ Single 

Topology: Linear 

Molecular Type: \ Synthetic DMA 

Sequence \ 

ACTAGTCGAC ATGTATATAT GTTTGTTGTC TATCTCT 
SEQ ID NO: 11 \ 
Sequence Length: 38y 
Sequence Typet Nucleic acid 
Strandedness : Singie\ 
Topology: Linear \ 
Molecular Type: Synthetic DNA 
Sequence \ 

ACTAGTCGAC ATGGAAGCCC CACSCTCAGCT TCTCTTCC 
SEQ ID NO: 12 \ 
Sequence Length: 27 \ 
Sequence Type: Nucleic acid\ 
Strandedness: Single \ 
topology : Linear \ 
Molecular Type: Synthetic DNA \ 
Sequence \ 
GGATCCCGGG TGGATGGTGG GAAGATG \ 
SEQ ID NO: 13 \ 
Sequence Length: 37 \ 
Sequence Type: Nucleic acid \ 
Strandedness: Single \ 
Topology: Linear \ 
Molecular Type: Synthetic DNA \ 
Sequence \ 
ACTAGTCGAC ATGAAATGCA GCTGGGTCAT STTCTTC 
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SEQ ID NO: 14 

Sequence Length 36 

Sequence Type: Nucleic acid 

Strandedness i Singl 

Topology i Linear 

Molecular Types Synthetic DNA 

Sequence \ 

ACTAGTCGAC ATGGGATGGA GCTRTATCAT SYTCTT 
SEQ ID NO: 15 \ 
Sequence Length: \37 
Sequence Type: Nucleic acid 
Strandedneas ; Single 
Topology: Linear \ 
Molecular Type: Synthetic DNA 
Sequence \ 

ACTAGTCGAC ATGAAGWTGT GfiTTAAACTG GGTTTTT 
SEQ ID NO: 16 \ 
Sequence Length: 35 \ 
Sequence Type: Nucleic ac\d 
Strandedness: Single \ 
Topology: Linear \ 
Molecular Type: Synthetic ONA 
Sequence \ 

ACTAGTCGAC ATGRACTTTG GGYTCAGCTTt GRTTT 
SEQ ID NO: 17 \ 
Sequence Length: 40 \ 
Sequence Type: Nucleic acid \ 
Strandedness : Single \ 
Topology: Linear \ 
Molecular Types Synthetic DNA \ 
Sequence \ 

ACTAGTCGAC ATGGACTCCA GGCTCAATTT AGTTTTCCTT 
SEQ ID NO i 18 \ 
Sequence Length: 37 \ 
Sequence Type: Nucleic acid \ 
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Straridedness : Single 
Topology i Lin ar 
Molecular Type: Synth tic DNA 
Sequ ncey 

ACTAGTCGAC ATGGCTGTCY TRGSGCTRCT CTTCTGC 

SEQ ID ROt\ 19 

Sequence Length: 36 

Sequence Type: Nucleic acid 

Strandedness :\ Single 

Topology : Linear 

Molecular TypeX Synthetic DNA 

Sequence \ 

ACTAGTCGAC ATGGRATGGA GCKGGRTCTT TMTCTT 

SEQ ID NO: 20 \ 

Sequence Length* y3 

Sequence Typei NuoJeic acid 

Strandedneast Single 

Topology: Linear \ 

Molecular Type: Synthetic DNA 

Sequence \ 

ACTAGTCGAC ATGAGAGTGC TGATTCTTTT GTG 

SEQ ID NO: 21 \ 

Sequence Length i 40 \ 

Sequence Type: Nucleic deid 

Strandedness: Single \ 

Topology: Linear \ 

Molecular Type: Synthetic DNA 

Sequence \ 

ACTAGTCGAC ATGGMTTGGG TGTGGAMGTT GCTATTCCTG 

SEQ ID NO: 22 \ 

Sequence Lengths 37 \ 

Sequence Type: Nucleic acid \ 

Strandedness: Single \ 

Topology: Linear \ 

Molecular Type: Synthetic DNA \ 



49 - 



\ 



Sequ n<i 

ACTAGTCGAC ATGGGCAGAC TTACATTCTC ATTCCTG 

SBQ ID NO: 2 3 

S quence Length: 38 

Sequence Type; Nucleic acid 



Molecular Tjrpe: Synthetic DNA 
Sequence \ 

ACTAGTCGAC ATGGATTTTG GGCTGATTTT TTTTATTG 

SBQ ID NO: 24V 

Sequence Length: 37 

Sequence Type: Wacleic acid 

Strandedness ; Single 

Topology: Linear\ 

Molecular Type: Synthetic DNA 

Sequence \ 

ACTAGTCGAC ATGATGGTGT TAAGTCTTCT GTACCTG 
SBQ ID NO: .25 \ 
Sequence Length: 28\ 
Sequence Type: Nucleic acid 
Strandedness : Single\ 
Topology: Linear V 
Molecular Type: Synthetic DNA 
Sequence \ 
GGATCCCGGG CCAGTGGATA GACAGATG 
SEQ ID NO: 26 \ 
Sequence Length: 382 \ 
Sequence Type: Nucleic adid 
Strandedness i Double \ 
Topology: Linear \ 
Molecular Type: cdna \ 
Original Source \ 
Organism: Mouse \ 
Immediate Source \ 



Strandedness : Single 
Topology x ^Linear 
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CloftfM pUC-M21-V, 
F aturest 1..72 sig peptide 



.382 mat peptide 



Sequenc 
ATG GAG TCA CAT 
Met Glu Ser His 



^TT CAG GTC TTT GTA TAG ATG TTG CTG TGC TTG TCT 
I\le Gin Val Phe Vai Tyr Met Leu Leu Trp Leu Ser 



10 



15 



48 



GGT GTT GAT GGA GAG 
Gly Val Asp Gly Asp 
20 



\17 GTG ATG ACC CAG TCT CAA AAA TTG ATG TCC 
Le Val Met Thr Gin Ser Gin Lys Phe Met Set 
25 30 



96 



ACA TCA GTA GGA GAC AGGXGTC AGC GTC ACC TGC AAG GCC AGT CAG AAT 
Thr Ser Val Gly Asp Arg Val Ser Val Thr Cys Lys Ala Ser Gin Asn 
35 \ 40 45 



144 



GTG GGT ACT AAT GTA GCC TG& TAT CAA CAG AAA CCA GGG CAA TCT CCT 
Vai Gly Thr Asn Val Ala Trp\tyr Gin Gin Lys Pro Gly Gin Ser Pro 
50 55 \ 60 



192 



:F3 t 
.P. a 



AAA CCA CTG ATT TAC TCG GCA TQ\ 
Lys Pro Leu lie Tyr ser Ala Sei 
65 70 



TAT CGG TAG AGT GGA GTC CCT GAT 
^Tyr Arg Tyr Ser Gly Val Pro Asp 
75 90 



CGC TTC ACA GGC AGT GGA TCT GGG A&A GAT TTC ACT CTC ACC ATC ACC 
Arg Phe Thr Gly Ser Gly Ser Gly ThV Asp Phe Thr Leu Thr He Thr 
85 \ 90 95 

AAT GTG CAG TCT GAA GAC TTG GCA GAC *AT TTC TGT CAG CAA TAT AAC 
Am Val Gin Ser Glu Asp Leu Ala Asp Tyr Phe Cys Gin Gin Tyr Asn 
.100 105 \ 110 



240 



288 



536 



AGC TAT CCT CGG GCG TTC GGT GGA GGC ACC 
Ser Tyr ?xo Arg Ala Phe Gly Ciy Gly Thr 

115 . . 120 
SEQ ID NO: 27 
Sequence Length i 409 
Sequence Type* Nucleic acid 
Strandedness : Double 
Topology: Linear 



CTG GAA ATC AAA C 
yys Leu Glu He Lye 
125 



382 



Molecular Types cDNA 
Original Soxixc 

Organism : Mouse 
Immediate Sourc 

Clone: \pUC-M21-v lf 
Features: l.. x 57 gig peptide 
58.. 4^9 mat peptide 

Sequence 

ATG AAA TGC AGC TGG GYc ATG TTC TTC CTG ATG GCA GTG GTT ACA GGG 
Met Lye Cys Ser Trp Va\ Met Phe Phe Leu Met Ala Val Val Thr Gly 

10 15 



GTC AAT TCA GAG GTT CAG 
Val Asn Ser Glu Val Gin 
20 



CAG CAG TCT GGG GCA GAG CTT GTG AAG 
ju Gin Gin Ser Gly Ala Glu Leu Val Lys 
25 30 



CCA GGG GCC TCA GTC AAG TTG TCC TGC ACA GCT TCT GGC TTC AAC ATT 
Pro Gly Ala Ser Vai Ly» L«u\ Ser Cys Thr Ala Ser Gly Phe A«n lie 
35 \ 40 45 

AAA GAC ACC TAT ATA CAC TGG GCG AAG CAG AGG CCT GAA CAG GGC CTG 
Lys Asp Thr Tyr He Hi* Trp Aia Ly* Gin Arg Pro Glu Gin Gly Leu 
50 55 \ $C 

GAG TGG ATT GGA AGG ATT GAT CCT fcCG GAT GGT AAT ACT AAA TAT GAC 
Glu Trp He Gly Arg He Asp Pro Ma Asp Gly Asn Thr Lys Tyr Asp 
65 70 \ 75 60 

CCG AAG TTC CAG GGC AAG GCC ACT ATA^CA GCA GAC ACA TCC TCC AAC 
Pro Lys Phe Gin Gly Lys Ala Thr He Thr Ala Aap Thr Ser Ser Asn 
35 *) 95 



ACA GCC TAG CTG CAG CTC AGC AGC CTG ACA 
Thr Ala Tyr Leu Glu Leu Ser Ser Leu Thr 
100 105 



(CT GAG GAC ACT GCC GTC 
^r Glu Asp Thr Ala Val 
110 



TAT TAC TGT GCT TCG GCC TAC TAT GTT AAC CAG GAC TAC TGG GGT CAA 
Tyr Tyr Cys Ala Ser Ala Tyr Tyr Val Asn Gin Aep Tyr Trp Gly Gin 
115 120 \ 125 
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OOA ACC TCA GTC ACC GTC TCC TCA 0 
Gly Thr Ser Val Thr V*l Ser Ser 

130 135 
SEQ ID NO: 28 
Sequence L ngth: 34 
Sequence Type: Nucleic acid 
Strandedness t \ Single 
Topology* Linear 
Molecular Typei \synthetic DNA 



\ 



Sequence 

GATAAGCTTC CACCATGGGC TTCAAGATGG AGTC 
SEQ ID NO: 29 
Sequence Length: 34 
Sequence Type: Nucleic acid 
Strandedness t Single 
Topology: Linear 
Molecular Type: Synthetic DNA 
Sequence 

GGCGGATCCA CTCACGTTTG AT^TCCAGTT TGGT 
SEQ ID NO: 30 
Sequence Length: 43 
Sequence Type: Nucleic ac^_d 
Strandedness : Single 
Topology: Linear 
Molecular Type: Synthetic tfyA 
Sequence 

GATAAGCTTC CACCATGAAA TGCAGCT($GG TCATGTTCTT 
SEQ ID NO: 31 
Sequence Length: 34 
Sequence Type: Nucleic acid 
Strandedness : Single 
Topology: Linear 
Molecular Type: Synthetic DNA 
Sequence 

GGCGGATCCA CTCACCTGAG GAGACGGTGA CTGA 
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\ 

SEQ ID NO i 32 

Sequenc Lengt hi 18 

S quence Typ t Nucleic acid 

Strand dn sss Single 

Topology i \ Linear 

Molecular ^ype: Synthetic DNA 

Sequence \ 

CAGACAGTGG TTCAAAGT 

SEQ ID NO: 33\ 

Sequence Length\ 26 

Sequence Type: Nucleic acid 

Strandedneas i Sitagle 

Topology: Linear \ 

Molecular Type: Synthetic DNA 

Sequence \ 
GAATTCGGAT CCACTCACGT TTGATT 
SEQ ID NOi 34 \ 
Sequence Length: 44 \ 
Sequence Type: Nucleifc acid 
Strandedness: Single \ 
Topology: Linear \ 
Molecular Type: Synthetic DNA 
Sequence 

AGTCAGAATG TGGGTACTAA TGTA^CCTGG TACCAGCAGA AGCC 
SEQ ID NO: 35 
Sequence Length: 38 
Sequence Type: Nucleic acid 
Strandedneas: Single 
Topology: Linear 
Molecular Type: Synthetic DNA 
Sequence 

TCCTATCGGT ACAGTGGTGT GCCAAGCAGA 
SEQ ID NO: 36 
Sequence Length: 47 
Sequence Type: Nucleic acid 
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\ 

Strandedn se: Singl 
Topology: Linear 
Molecular Typ : Synthetic DNA 
Sequence \ 

GCTACCTACT XCTGCCAGCA ATATAACAGC TATCCTCGGG CGTTCGG 
SEQ ID NO i ^7 
Sequence Length: 44 
Sequence Type:\ Nucleic acid 
Strandedness : Single 
Topology: Lineal 
Molecular Type* Synthetic DNA 
Sequence 

ACATTAGTAC CCACATTC^G ACTGGCCTTA CAGGTGATGG TCAC 
SEQ ID NO: 38 
Sequence Length i 47 
Sequence Type: Nuclei^: acid 
Strandedness x Single 
Topology: Linear 
Molecular Type: Synthetic DNA 
Sequence 

GGCACACCAC TGTACCGATA GGAT^CCGAG TAGATCAGCA GCTTTGG 
SEQ ID NO: 39 
Sequence Length: 44 
Sequence Type* Nucleic acid^ 
Strandedness t Single 
Topology: Linear 
Molecular Type: Synthetic DNA 
Sequence 

GGATAGCTGT TATATTGCTG GCAGTAGTAG &,TAGCGATGT CCTC 
SEQ ID NO: 40 
Sequence Length: 379 
Sequence Typo: Nucleic acid 
Strandedness : Double 
Topology: Linear 
Molecular Type: Synthetic 
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Original Source 

Organism: Mouse and human 
Imrnediat \ Source 

CI on V HEF-RVL-M2 la-g* 
Aminb acid -I 9--1 : leader 



•Vat? 



Amino acdd 
Amino aci 
Amino aci 
Amino acid 
Amino acid 
Amino acid 
Amino acid 
Sequence 

ATG GGA TGG AGC TCT ATC 
Met Gly Trp Set Cys lie 
-19 13 



23--FR1 
34jCDR1 
49:FR2 
56tCDR2 
57 - 88iFR3 
97iCDR3 
107:FR4 



\TC CTC TCC TTG GTA GCA AC A OCT ACA GGT 
Le Leu Ser Leu Val Ala Thr Ala Thr Gly 
-10 -5 



43 



GTC CAC TCC GAG ATC CAG AT&ACC CAG AGC CCA AGC AGC CTG AGC GCC 
Val His Ser Asp lie Gin Met Vhr Gin Ser Pro Ser Ser Leu Ser Ala 
-11 \ 5 10 



96 



if?*? 



AGC GTG GGT GAC AGA GTG ACC ATOyACC TGT AAG GCC AGT CAG AAT GTG 

Set Val Gly Asp Arg Val Thr lie Vhr Cys Lye Ala Ser Gin Asn Val 

15 20 \ 25 

GGT ACT AAT GTA GCC TGG TAC CAG CAG AAG CCA GGA AAG GCT CCA AAG 

Gly Thr Aan Val Ala Trp Tyr Gin Gln\Lys Pro Gly Lys Ala Pro Lys 

30 35 \ AO 



144 



192 



CTG CTG ATC TAC TCG GCA TCC TAT CGG TAC AGT GGT GTG CCA AGC AGA 
Leu Leu He Tyr Ser Ala Ser Tyr Arg TyA Ser Gly Val Pro Ser Arg 
*3 50. \ 55 60 



240 



TTC AGC GGT AGC GGT AGC GGT ACC GAC TTC AC 
Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe 

65 70 



TTC ACC ATC AGC AGC 
Phe Thr He Ser Ser 

75 



288 



\ 
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CTC CAG C^A GAG GAC ATC OCC ACC TAC TAC TGC CAG CAA TAT AAC AGC 
Leu Gin Pr^ Glu Asp He Ala Thr Tyr Tyr Cys Gin Gin Tyr Asn Ser 

90 



31 

Nucleic: acid 
jingle 

Synthetic DNA 



CATCAGCAGC 



acid 



TAT COT CGG GCG TTC GGC CAA GGC ACC AAG GTG GAA ATC AAA C 
Tyr Pro Arg Alfc Phe Gly Gin Gly Thr Ly« Val Glu He Lys 

93 \ 100 103 

SEQ ID NO i 4^ 
Sequence Lengt) 
Sequence Types 
Strandedness: 
Topology* Lineal 
Molecular Type: 
Sequence 

GGTACCGACT ACACCTTC^C 
SEQ ID NO: 42 
Sequence Lengths 31 
Sequence Type* Nuclei 
Strandedness : Single 
Topology: Linear 
Molecular Type: Synthetic DNA 
Sequence 

GGTGAAGGTG TAGTCGGTAC CGCf^CCGCT A 
SEQ ID NO; 43 
Sequence Length: 379 
Sequence Typet Nucleic acid 1 
Strandedness ; Double 
Topology: Linear 
Molecular Type* Synthetic 
Original Source 

Organism : Mouse and human 
Immediate Source 

Clones HEF-RVL-M21b-g* 

Amino acid -19--1 i leader 

Amino acid 1 - 23:FR1 

Amino acid 24 - 34:CDRl 



Amino acid 35 - 49*FR2 
Anfrdno acid 50 - 56:CDR2 
Amino acid 57 - 88:FR3 
Amino\cid 89 - 97:CDR3 
Amino acid 98 - 107iPR4 
Sequence 

ATG CGA TGG AGC TGT\ATC ATC CTC TCC TTG GTA GCA ACA GCT ACA GGT 
Met Gly Trp Ser Cys lie lie Leu Ser Leu Val Ala Thr Ala Thr Gly 
-19 -15 \ -10 -3 

GTC CAC TCC GAC ATC CAG ^TG ACC GAG AGC CCA AGC AGC CTG AGC GCC 
Val His Ser Asp He Gin Me\ Thr Gin Ser Pro Ser Ser Leu Ser Ala 
-11 \ 5 10 

AGC GTG GGT GAC AGA GTG ACC ATC ACC TGT AAG GCC AGT CAG AAT GTG 
Ser Val Gly Asp Arg Val Thr Ile\Thr Cys Lys Ala Ser Gin Asn Val 
15 20 \ 25 

GGT ACT AAT GTA GCC TGC TAG CAG CAgNaAG CCA GGA AAG GCT CCA AAG 
Gly Thr Asn Val Aim Trp Tyr Gin Gin L^s Pro Gly Lye Ala Pro Lye 
30 35 \ AO 

CTG CTG ATC TAC TCG GCA TCC TAT CGG TAC A&tf GGT GTG CCA AGC AGA 
Leu Leu He Tyr Ser Ala Ser Tyr Arg Tyr Ser\Gly Val Pro Ser Arg 
43 50 33 \ 60 

TTC AGC GCT AGC GGT AGT GGT ACC GAC TAC ACC TTC\ACC ATC AGC AGC 
Phe Ser Gly Ser Gly Ser Gly Thr Asp Tyr Thr Phe Itor He Ser Ser 
65 70 \ 73 

CTC CAG CCA GAG GAC ATC GCC ACC TAC TAC TGC CAG CAA TAT AAC AGC 
Leu Gin Pro Clu Asp lie Ala Thr Tyr Tyr Cys Gin Gin Tyk Asn Ser 
.;. 80 85 90 



TAT CCT CGG GCG TTC GGC CAA GGG ACC AAG GTG GAA ATC AAA C 
Tyr Pro Arg Ala Phe Gly Gin Gly Thr Lya Val Glu He Lys 

93 100 105 

SEQ ID NO: 44 
Sequence Length: 29 
Sequence Types Nucleic acid 
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m 



Strandedness : Singl 
Topology: Linear 
Mol culaA Types Synth tic DNA 
Sequence 

GCTACCTACT TCTGCCAGCA ATATAACAG 
SEQ ID NO: 

Sequence Length: 29 
Sequence Type: \ Nucleic acid 
Strandednees : Single 
Topology: LinearN 
Molecular Type: synthetic DNA 
Sequence 

TGCTGGCAGA AGTAGGTAGC GATGTCCTC 
SEQ ID NO: 46 
Sequence Length: 379 
Sequence Types Nucleic^ acid 
Strandedness : Double 
Topology : Linear 
Molecular Type* Synthetic 
Original Source 

Organism: Mouse and hulnan 
Immediate Source 

Clone: HEF-RVL-M2lc-g* 

Amino acid -19 — 1: leader 

Amino acid 1 - 23:FRl 

Amino acid 24 - 34iCDRl 

Amino acid 35 - 49:FR2 

Amino acid 50 - 56iCDR2 

Amino acid 57 - 88:FR3 

Amino acid 89 - 97iCDR3 

Amino acid 98 - 107:FR4 
Sequence 

ATG GGA TGG AGC TGT ATC ATC CTC TCC TTG GTA GCA 
Met Gly Trp Ser Cya lie He Leu Ser Leu Val Ala 
-19 -15 -10 



29 



29 



OCT AC A GGT 
^Ala Thr Gly 
•3 



48 
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GTC CA& TCC GAC ATC CAG ATG ACC CAG AGC CCA AGC AGC CTG AGC GCC 
Val His\er Asp II Gin Met Thr Gin Ser Pro Ser Ser Leu Ser Ala 
\l I 5 10 



96 



AGC GTG GGT \jAC AGA GTS ACC ATC ACC TGT AAG GCC AGT CAG AAT CTG 
Ser Val Gly A^p Arg Val Thr lie Thr Cys Lys Al» Ser Gin Asn Val 

15 \ 20 25 



144 



GGT ACT AAT GTA GGC TGG TAG CAG CAG AAG CCA GGA AAG GCT CCA AAG 
Gly Thr Asn Val Aik Trp Tyr Gin Gin Lys Pro Gly Lys Ala Pro Lys 
30 \ 35 40 



192 



CTG CTG ATC TAG TCG GGA TCC TAT CGG TAC AGT GGT GTG CCA AGC AGA 
Leu Leu He Tyr Ser Ala Ser Tyr Arg Tyr Ser Gly Val Pro Ser Arg 
45 50\ 55 60 



240 



TTC AGC GGT AGC GGT AGC GGT ACC GAC TTC ACC TTC ACC ATC AGC AGC 
Phe Ser Gly Ser Gly Ser GlV Thr Asp Phe Thr Phe Thr He Ser Ser 
65 \ 70 75 



288 



it 5 *? 



CTC CAG CCA GAG GAC ATC GCC A$C TAC TTC TCC CAG CAA TAT AAC AGC 
Leu Gin Pro Glu Asp He Ala Thk Tyr Phe Cys Gin Gin Tyr Asn Ser 
80 \85 90 



336 



TAT CCT CGG GCG TTC GGC CAA GGG ACt AAG GTG GAA ATC AAA C 
Tyr Pro Arg Ala Phe Gly Gin Gly Thr\Lys Val Glu He Lys 
95 

SEQ ID NO: 4 7 
Sequence Length: 37 9 
Sequence Type: Nucleic acid 
Strandednesec Double 
Topology: Linear 
Molecular Typet Synthetic 
Original, Source 

Organism: Mouse and human 
Immediate Source 

Clone: HEF-RVL-M2 ld-g« 

Amino acid -19 — 1: leader 

Amino acid 1 - 23*FR1 



379 



Amino 


acid 


24 


- 34:CDR1 


Arnilao 


acid 


. 35 


- 49:FR2 


Amino 


acid 


50 


- 56iCDR2 


Amino 


Vac id 


57 


- 88:FR3 


Amino 


acid 


89 


- 97iCDR3 


Amino 


acid 


98 


- l07tFR4 



Sequence 

ATQ GGA TGG AGC TGT\ATC ATC CTC TCC TTG GTA GCA ACA GCT ACA GGT 

Met Gly Trp Ser Cys lie lie Leu Ser Leu Val Ala Thr Ala Thr Gly 
-19 -15 \ -10 -3 




GTC CAC TCC GAC ATC CAG \ATG ACC CAG AGC CCA AGC AGC CTC AGC GCC 
Val His Ser Asp lie Gin Met Thr Gin Ser Pro Ser Ser Leu Ser Ala 

-11 \ 5 10 



AGC GTG GGT GAC AGA GTG ACC 
Ser Val Gly Asp Arg Val Thr 
15 



ACC TGT AAG GCC AGT CAC AAT GTG 
Le Thr Cys Lye Ala Ser Gin Aen Val 

25 



GGT ACT AAT GTA GCC TGG TAC CAG 
Gly Thr Asn Val Ala Trp Tyr Gin 
30 35 



AAG CCA GGA AAG GCT CCA AAG 
[ti Ly9 Pro Gly Lys Ala Pro Lys 
40 



CTG CTG ATC TAC TCG GCA TCC TAT CGG 
Leu Leu He Tyr Ser Ala Ser Tyr Arg T> 
45 50 



AGT GGT GTG CCA AGC AGA 
Ser Gly Val Pro Ser Arg 
55 60 



TTC AGC GGT AGC GGT AGC GGT ACC GAC TAC AC 
Phe Ser Gly Ser Gly Ser Gly Thr Asp Tyr 

65 70 



TTC ACC ATC AGC AGC 
Phe Thr He Ser Ser 
75 



CTC CAG CCA GAG GAC ATC GCC ACC TAC TTC TGC CA( 
Leu Gin Pro Glu Asp He Ala Thr Tyr Phe Cys Gin' 
80 85 



TAT AAC AGC 
;in Tyr Asn Ser 
90 



TAT CCT CGG GCG TTC GGC CAA GGG ACC AAG GTG GAA ATC> 
Tyr Pro Arg Ala Phe Gly Gin Gly Thr Lye Val Glu He 
95 iqo 105 

SEQ ID NO: 48 
Sequence Length i 29 



AAA C 

9 
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S qudxic Type: Nucleic acid 
Strandedness z Single 
TopologV: Linear 
Molecular Typex Synthetic DNA 
Sequence 

tgacagagtgVtccgtcacct gtaaggcca 

SEQ ID NO: \49 
Sequence Lengths 29 
Sequence Type:\ Nucleic acid 
Strandedness 2 sSingle 
Topology: Lineaj 
Molecular Type; Synthetic DNA 
Sequence 

TTACAGGTGA CGGACACTO^ GTCACCCAC 

SEQ ID NO: 50 

Sequence Length: 379 

Sequence Types- Nucleid acid 

Strandedness : Double 

Topology t Linear 

Molecular Type* Synthetic 

Original Source 

Organism: Mouse and hujnan 

Immediate Source 

Clone : HEF-RVL-M2 le-g* 
Amino acid^ -19— 1: leader 
Amino acid 1 - 23:FR1 



Amino acid 
Amino acid 
Amino acid 
Amino acid 
Amino" acid 
Amino acid 
Sequence 



24 - 34iCDRl 
35 - 49:FR2 
50 - 56iCDR2 
57 - 88sFR3 
89 - 97:CDR3 
98 - 107:FR4 



29 



29 
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ATG C€A TGG AGC TGT ATC ATC CTC TCC TTG GTA GCA ACA GCT ACA GGT 
Met GlV Trp Ser Cys lie lie Leu Ser Leu Val Ala Thr Ala Thr Gly 
-19 \ -15 -10 -5 

CTC CAC TCCvGAC ATC CAG ATG ACC CAG AGC CCA AGC AGC CTG AGC GCC 
Val His Ser \sp He Gin Met Thr Gin Ser Pro Ser Ser Leu Ser Ala 

5 10 



43 



96 



AGC GTG GGT GAC AGA GTG TCC GTC ACC TGT AAG GCC AGT CAG AAT GTG 
Ser Val Gly Aap Arg Val Ser Val Thr Cys Lys Ala Ser Gin A an. Val 

15 \ 20 25 



144 



GGT ACT AAT GTA GCC TOG TAG CAG CAG AAG CCA GGA AAG GCT CCA AAG 
Gly Thr Aan Val Ala Trp\Tyr Gin Gin Lys Pro Gly Lys Ala Pro Ly* 
30 N35 40 



192 



.ft* 



CTG CTG ATC TAC TCC OCA TC& TAT CGG TAC AGT GGT GTC CCA AGC AGA 
Leu Leu lie Tyr Ser Ala Ser Vyr Arg Tyr Ser Gly Val Pro Ser Arg 
45 50 \ 55 60 

TTC AGC GGT AGC GGT AGC GGT ACC^GAC TTC ACC TTC ACC ATC AGC AGC 
Phe Ser Gly Ser Gly Ser Gly ThrVsp Phe Thr Phe Thr lie Ser Ser 
65 \ 70 75 



240 



288 



CTC CAG CCA GAG GAC ATC GCC ACC TAC\ TAC TGC CAG CAA TAT AAC AGC 
Leu Gin Pro Glu Aap Tie Ala Thr Tyr Tyr Cys Gin Gin Tyr Am Set 
80 85 \ 90 



336 



TAT CCT CGG GCG TTC GGC CAA GGG ACC AAG\GTG GAA ATC AAA C 
Tyr Pro Arg Ala Phe Gly Gin Gly Thr Lye Val Glu lie Lys 

95 100 \ 105 

SEQ ID NO i 51 
Sequence Length i 379 
Sequence Type : Nuc leic ac id 
Strandedness t Double 
Topology* Linear 
Molecular Typet Synthetic 
Original Source 

Organ I Bint Mouse and human 
Immediate Source 



379 
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Clone 


: HEF 


-RVL- 


K21f-g#r 


Amino^ 


acid -19 — 


1 ? leader 


Amino 


^acid 


1 - 


23:PR1 


Amino 


acrid 


24 - 


34:CDR1 


Amino 


acid 


35 - 


49tFR2 


Amino 


acid\ 


50 - 


56 :CDR2 


Amino 


acid 


\57 - 


88:FR3 


Amino 


acid 


ffS - 


97iCDR3 


Amino 


acid 


98\- 


107:FR4 



Sequence 

ATG GGA TGG AGC TGT ATC AT& CTC TCC TTG GTA GCA ACA GCT ACA GGT 

Met Gly Trp Ser Cys lie Ile\Leu Set Leu Val Ala Thr Ala Thr Gly 
-19 -15 \ -io -3 



46 



.fir* 



GTC CAC TCC GAC ATC CAG ATG ACCvCAG AGC CCA AGC AGC CTG AGC GCC 
Val His Ser Asp lie Gin Met Thr^Gln 5er Pro Ser Ser Leu Ser Ala 
■11 \5 10 

AGC GTO GGT GAC AGA GTG TCC GTC ACc\tGT AAG GCC AGT CAG AAT GTG 
Ser Val Gly A*p Arg Val Ser Val Thr Oys Lys Ala Ser Gin Asn Val 

15 20 \ 25 

GGT ACT AAT GTA GCC TGG TAC CAG CAG AAG GCA GGA AAG GCT CCA AAG 
Gly Thr Asn Val Ala Trp Tyr Gin Gin Lya ?tv Gly Lys Ala Pro Lys 
30 33 \ ^O 

CTG CTG ATC TAC TCG GCA TCC TAT CGG TAC AGT GGT GTC CCA AGC ACA 
Leu Leu He Tyr Ser Ala Ser Tyr Arg Tyr Ser Gljt Val Pro Ser Arg 
* 5 50 35 \ 60 



96 



144 



192 



240 



TTC AGC GGT AGC GGT AGC GGT ACC GAC TTC ACC TTC AOC ATC AGC AGC 
Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Phe ThA lie Ser Ser 
" 70 \ 73 



286 



CTC CAG CCA GAG GAC ATC GCC ACC TAC TTC TGC CAG CAA TA* AAC AGC 
Leu Gin Pro Glu Asp I1b Ala Thr Tyr Phe Cys Gin Gin TyrWi Ser 
80 85 90 



336 



m 



\ 



- 64 - 



TAT OCT CCG GCC TTC GGC CAA GGG ACC AAG GTG GAA ATC AAA C 
Tyr Pro Arg Ala Phe Gly Gin Gly Thr Lys Val Glu lie Lys 



379 



95 100 
SEQ ID W3: 52 
Sequence\ Length : 2 6 
Sequence Type: Nucleic acid 
Strandedness : Single 
Topology: Linear 
Molecular Type: Synthetic DNA 
Sequence 

GACTTCACCT TGACCATCAG CAGCCT 
SEQ ID NO: 53 
Sequence Length: \26 
Sequence Type: Nuesleic acid 
Strandedness : Single 
Topology: Linear 
Molecular Type: Synthetic DNA 
Sequence 

CTGCTGATGG TCAAGGTGAA Gl 

SEQ ID NO: 54 

Sequence Length i 379 

Sequence Typet Nucleic 

Strandedness : Double 

Topology: Linear 

Molecular Type: Synthetic 

Original Source 

Organism: Mouse and huma) 

Immediate Source 

Clone : HEF-RVL-M2 lg-g* 
Amino acid -19 — li leader 
Amino acid 1 - 23:FR1 



105 



Amino acid 
Amino acid 
Amino acid 
Amino acid 



24 - 34:CDR1 
35 - 49:FR2 
50 - 56:CDR2 
5? - 88:FR3 



26 



26 



\ - 65 - 

Albino acid 89 - 97:CDR3 
Amkio acid . 98 - 107:FR4 
Sequence 

ATG GGA TGG AGC TGT ATC ATC CTC TCC TIG GTA GCA ACA GCT ACA GGT 
Met Gly Trp S&r Cys lie He Leu Ser Leu VaX Ala Thr Ala Thr Gly 
-19 \-15 -10 -5 

GTC CAC TCC GAC A^C CAG ATG ACC CAG AGC CCA AGO AGO CTG AGC GCC 
Val His Ser Asp Ile\ Gin Met Thr Gin Ser Pro Ser Ser Leu Ser Ala 
-1 1 \ 5 10 

AGC GTG GGT GAC AGA GTGyTCC GTC ACC TGT AAG GCC AGT CAG AAT GTG 
Ser Val Gly Asp Arg Val Ser Val Thr Cys Lys Ala Ser Gin Asn V*l 

15 \ 20 25 

GGT ACT AAT GTA CCC TGG TAC "CAG CAG AAG CCA GGA AAG GCT CCA AAG 
Gly Thr Asn Val Ala Trp Tyr G\n Gin Lys Pro Gly Lye Ala Pro Lys 

30 35 \ 40 

CTG CTG ATC TAC TCG GCA TCC TAT fcGG TAC AGT GGT GTG CCA AGC AGA 
Leu Leu He Tyr Ser Ala Ser Tyr Au Tyr Ser Gly Val Pro Ser Arg 
45 50 \ 55 60 

TTC AGC GGT AGC GGT AGC GGT ACC GAC t\TC ACC TTG ACC ATC AGC AGC 
Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr He Ser Ser 
65 7\ 75 

CTC CAG CCA GAG GAC ATC GCC ACC TAC TTC ^GC CAG CAA TAT AAC AGC 
Leu Gin Pro Glu Asp He Ala Thr Tyr Phe 0y$ Gin Gin Tyr Asn Ser 
80 85 \ 90 



TAT CCT CGG GCG TTC GGC CAA GGG ACC AAG GT<* GAA ATC AAA C 
Tyr Pro Arg Ala Phe Gly Gin Gly Thr Lys ValWu He Lys 

95 100 \ 105 

SEQ ID NO: 55 
Sequence Lengths 379 
Sequence Types Nucleic acid 
Strandedness i Double 
Topology i Linear 
Molecular Type: Synthetic 



- 66 - 



in 



Original Sourc 

Organisms Mouse and human 
Immediate Sourc 

Clon i HEF-RVL-M21h-g* 

Amino acid -19 — It leader 

Amino acid 1 - 23:FR1 

Amino acid 24 - 34:CDR1 

Amino acid 35 - 49:FR2 

Amino acid 50 - 56iCDR2 

Amino acid 57 - 88iFR3 

Amino acid 89 - 97:CDR3 

Amino acid 98 - 107:FR4 
Sequence 

ATG GGA TGG AGC TGT ATC ATC CTC TCC TTG GTA GCA ACA GCT ACA GGT 
Mat Gly Trp Ser Cys 11© lie Leu Ser Leu Val Ala Thr Ala Thr Gly 



48 



.19 



-15 



-10 



-5 



GTC CAC TCC GAC ATC CAG ATG ACC CAG AGC CCA AGC AGC CTG AGC GCC 
Val His Ser Asp He Gin Met Thr Gin Ser Pro Ser Ser Leu Ser Ala 
-11 5 10 



96 



AGC GTG GGT GAC AGA GTG ACC ATC ACC TGT AAG GCC AGT CAG AAT GTG 
Ser Val Gly Asp Arg Val Thr lie Thr Cys Lys Ala Ser Gin Asn Val 
15 20 23 



144 



GGT ACT AAT GTA GCC TGG TAC CAG CAC AAG CCA GGA AAG GCT CCA AAG 
Gly Thr Asn Val Ala Trp Tyr Gin Gin Lys Pro Gly Lys Ala Pro Lys 
30 35 40 



192 



CTG CTG ATC TAC TCG GCA TCC TAT CGG TAC AGT GGT GTG CCA AGC AGA 
L«u Leu He Tyr Ser Ala Ser Tyr Arg Tyr Ser Gly Val Pro Ser Arg 
45 50 55 60 



240 



TTC AGC GGT AGC GGT AGC GCT ACC GAC TTC ACC TTG ACC ATC AGC AGC 
Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lie Ser Ser 
65 70 75 



288 



- 67 - 



CTC CAG CCA GAG GAC ATC GCC ACC TAG TAC TGC CAG CAA TAT AAC AGC 
Leu Gin Pro Glu Asp He Ala Thr Tyr Tyr Cys Gin Gin Tyr A$n Ser 
80 85 90 

TAT CCT CGG GCG TTC GGC CAA GGC ACC AAG GTG GAA ATC AAA C 
Tyr Pro Arg Ala Phe Gly Gin Gly Thr Lys Val Glu lie Lys 

95 100 105 

SEQ ID NO: 56 
Sequence Length: 29 
Sequence Typet Nucleic acid 
Strandedness: Single 
Topology i Linear 
Molecular Typei Synthetic DNA 
Sequence 

GGACAGAGTC CAAAGCCGCT GATCTACTC 

SEQ ID NO 5 57 

Sequence Length i 29 

Sequence Typei Nucleic acid 

Strandedness : Single 

Topology t Linear 

Molecular Typei Synthetic DNA 

Sequence 

ATCAGCGGCT TTGGACTCTG TCCTGGCTT 
SEQ ID NO: 58 
Sequence Length i 379 
Sequence Type: Nucleic acid 
Strandedness i Double 
Topology i Linear 
Molecular Type: Synthetic 
Original Source 

Organism: Mouse and human 
Immediate Source 

Cloner HEF-RVL-M2 li-g* 

Amino acid -19 — lz leader 

Amino acid 1 - 23:FR1 

Amino acid 24 - 34iCDRl 



Amino 


acid 


35 


- 49:FR2 


Amino 


acid 


. 50 


- 56:CDR2 


Amino 


acid 


57 


- 88iFR3 


Amino 


acid 


89 


- 97:CDR3 


Amino 


acid 


98 


- 107:FR4 



Sequence 

ATC CGA TGG AGC TGT ATC ATC CTC TCC TTG GTA GCA ACA GOT ACA GGT 

Met Gly Trp Ser Cys lie II* Leu Ser Leu Val Ala Thr Ala Thr Gly 
•19 -13 -10 -5 

GTC CAC TCC GAC ATC CAG ATG ACC CAG AGO CCA AGC ACC CTG AGC GCC 
Val His Ser Asp He Gin Met Thr Gin Ser Pro Ser Ser Leu Ser Ala 
-11 3 10 

AGC GTG GGT GAC AGA CTG TCC GTC ACC TGT AAG GCC AGT CAG AAT GTG 
Ser Val Gly Asp Arg Val Ser Vai Thr Cys Lys Ala Ser Gin Asn Val 
15 20 25 

GGT ACT AAT GTA GCC TGG TAC CAG CAC AAG CCA GGA CAG AGT CCA AAG 
Gly Thr Asn Val Ala Trp Tyr Gin Gin Lys Pro Gly Gin Ser Pro Lys 
30 35 AO 

CCG CTG ATC TAC TCG GCA TCC TAT CGG TAC AGT GGT GTG CCA AGC AGA 
Pro Leu He Tyr Ser Ala Ser Tyr Arg Tyr Ser Gly Val Pro Ser Arg 
45 50 55 60 



TTC AGC GGT AGC GGT AGC GGT ACC GAC TTC ACC TTG ACC ATC AGC AGC 
Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr He Ser Ser 
65 70 73 

CTC CAG CCA GAG GAC ATC GCC ACC TAC TTC TGC CAG CAA TAT AAC AGC 
Leu Gin Pro Glu Asp lie Ala Thr Tyr Phe Cys Gin Gin Tyr Asn Ser 
80 85 90 

TAT CCT CGG GCG TTC GGC CAA GGG ACC AAG GTG GAA ATC AAA C 
Tyr Pro Arg Ala Phe Gly Gin Gly Thr Lys Val Glu He Lys 

95 100 105 

SEQ ID NO i 59 

Sequence Length: 26 
Sequence Type* Nucleic acid 



Strand dneeei Singl 

Topology: Lin ar 

Molecular Type: Synthetic DNA 

Sequence 

GAGGACATCG CTGACTACTT CTGCCA 
SEQ ID NOi 60 
Sequence Length t 26 
Sequence Type* Nucleic acid 
Strandedness : Single 
Topology i Linear 
Molecular Type* Synthetic DNA 
Sequence 

AAGTAGTCAG CGATGTCCTC TGGCTG 
SEQ ID NO: 61 
Sequence Length: 379 
Sequence Type: Nucleic acid 
Strandedness: Double 
Topologyi Linear 
Molecular Type: Synthetic 
Original Source 

Organism: Mouse and human 
Immediate Source 

C lone : HEF-RVL-M2 1 j -g* 

Amino acid -19 — 1: leader 

Amino acid 1 - 23:FR1 

Amino acid 24 - 34:CDR1 

Amino acid 35 - 49:FR2 

Amino acid 50 - 56:CDR2 

Amino acid 57 - 88:FR3 

Amino acid 89 - 97sCDR3 

Amino acid 98 - 107:FR4 
Sequence 

ATG GGA TGG AGO TGT ATC ATC CTC TCC TTG GtA GCA ACA GCT ACA GGT 
Met Gly Trp Ser Cys lie lie Leu S«r Leu Val AU Thr Ala Thr Gly 
-19 -15 -10 -5 



GTC CAC TCC GAC 
Vai His Ser Asp 
-1 1 

AGO GTG GGT GAC 
Ser Val Gly Asp 
15 



ATC CAG ATG ACC 
lie Gin Met Thr 



AGA GTG TCC GTC 
Arg V*l Ser Val 
20 



CAG AGC CCA AGC 
Gin Ser Pro Ser 
5 

ACC TCT AAG GCC 
Thr Cys Lys Ala 



AGC CTG AGC GCC 
Ser Leu Ser Ala 
10 

ACT CAG AAT GTG 
Ser Gin Asn Val 
25 



GGT ACT AAT GTA GCC TGG TAC CAG CAG AAG CCA GGA CAG AGT CCA AAG 
Gly Thr Asn Val Ala Trp Tyr Gin Gin Lys Pro Gly Gin Ser Pro Lys 
30 35 40 

CCG CTG ATC TAC TCG GCA TCC TAT CGG TAC AGT GGT GTG CCA AGC AGA 
Pro Leu He Tyr Ser Ala Ser Tyr Arg Tyr Ser Gly Val Pro Ser Arg 
45 50 55 60 

TTC AGC GGT AGC GGT AGC GGT ACC GAC TTC ACC TTG ACC ATC AGC AGC 
Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr He Ser Ser 
65 70 75 

CTC CAG CCA GAG GAC ATC GCC GAC TAC TTC TGC CAG CAA TAT AAC AGC 
Leu Gin Pro Glu Asp He Ala Asp Tyr Phe Cys Gin Gin Tyr Asn Ser 
80 85 90 

TAT CCT CGG GCG TTC GGC CAA GOG ACC AAG GTG GAA ATC AAA C 
Tyr Pro Arg Ala Phe Gly Gin Gly Thr Lys Val Glu He Lys 

93 100 105 

SEQ ID NO: 62 
Sequence Length i 379 
Sequence Type: Nucleic acid 
StrandednesHi Double 
Topology* Linear 
Molecular Typei Synthetic 
Original Source 

Organisms House and human 
Immediate Source 

Clone : HEF-RVL-M2 lk-g* 

Amino acid -19 — Is leader 

Amino acid 1 - 23:FR1 



Amino acid 24 - 34:CDR1 
Amino acid -35 - 49:FR2 
Amino acid SO - 56iCDR2 
Amino acid 57 - 88:FR3 
Amino acid 89 - 97iCDR3 
Amino acid 98 - 107iFR4 
Sequence 

ATG GGA TGG AGC TGT ATC ATC CTC TCC TTG GTA GCA ACA GCT ACA GOT 
Met Gly Trp Ser Cys lie He Leu Ser Leu. Val Ala Thr AU Thr Gly 
-19 -13 -10 -5 



GGT ACT AAT 
Gly Thr Asn 
30 

CTG CTG ATC 
Leu Leu lie 
45 

TTG AGC 
Phe Ser 



GTA GCC TGG 
Val Ala Trp 



TAC TCG GCA 
Tyr Ser Ala 
SO 



TAC CAG CAG AAG 
Tyr Gin Gin Lys 
33 

TCC TAT CGG 
Ser Tyr Arg 

GGT ACC GAC TTC 
Gly Thr Asp Phe 
70 

TAC TTC 
Tyr Phs 
83 



CCA AGC AGC 
Pro Ser Ser 



AAG GCC AGT 
Lya Ala Ser 
25 

CCA GGA AAG 
Pro Gly Lys 
40 

GGT GTG 
Gly Val 



TGC CAG CAA 
Cyi Gin Gin 



CTG AGC GCC 
Leu Ser Ala 
10 

CAG AAT GTG 
Gin Asn Val 



GCT CCA AAG 
Ala Pro Lye 



CCA AGC AGA 
Pro Ser Arg 
60 

AGC AGC 
Ser Ser 
75 

TAT AAC AGC 
Tyr Asn Ser 
90 



GTC CAC TCC GAC ATC CAG ATG ACC CAG AGC 
Val His Ser Asp He Gin Met Thr Gin Ser 
-11 5 

AOC GTG GOT GAC AGA GTG TCC GTC ACC TGT 
Ser Val Gly Asp Arg Val Ser Val Thr Cys 
15 20 

TAC 
Tyr 
33 

TCC 
Ser 

GGT AGC GGT AGC 
Gly Ser Gly Ser 
65 



CTC CAG CCA GAG GAC ATC GCC GAC 
Leu Gin Pro Glu Asp He Ala Asp 
80 



TAC AGT 
Tyr Ser 
53 



ACC TTG ACC ATC 
Thr Leu Thr He 



TAT CCT CGG GCG TTC GGC CAA GGG ACC AAG GTG GAA ATC AAA C 
Tyr Pro Arg Ala Phe Gly Gin Gly Thr Lys Val Glu He Lye 

95 100 105 

SEQ ID NO: 63 
Sequence Length: 379 



Seguenc Type: Nucleic acid 
Strandednesa i Doubl 
Topology* Linear 
Molecular Typei Synthetic 
Original Source 

Organism: Mouse and human 
Immediate Source 

Clone « HEF-RVL-M2 1 1 -g/c 



Amino 


acid 


-19 — 1 : leader 


Amino 


acid 


1 


- 23:FR1 


Amino 


acid 


24 


- 34iCDRl 


Amino 


acid 


35 


- 49:FR2 


Amino 


acid 


50 


- 56:CDR2 


Amino 


acid 


57 


- 88tFR3 


Amino 


acid 


89 


- 97:CDR3 


Amino 


acid 


98 


- 107:FR4 



Sequence 

ATG GGA TGG AGC TGT ATC ATC CTC TCC TTG GTA GCA ACA GCT ACA GGT 

Met Gly Trp Ser Cys lie lie Leu Ser Leu Val Ala Thr Ala Thr Gly 
-19 -15 -10 -5 

GTC CAC TCC GAC ATC CAG ATG ACC CAG AGC CCA ACC AGC CTG AGC GCC 
Val Hie Ser Aap lie Gin Met Thr Gin Ser Pro Ser Ser Leu Ser Ala 
-11 5 10 

AGC GTG GGT GAC AGA GTG TCC GTC ACC TGT AAG GCC AGT CAG AAT GTG 
Ser Val Gly Asp Arg Val Ser Val Thr Cys Lye Ala Ser Gin Am Val 
15 20 25 

GGT ACT AAT GTA GCC TGG TAC CAG CAG AAG CCA GGA CAG AGT CCA AAG 
Gly Thr Asn Val Ala Trp Tyr Gin Gin Lys Pro Gly Gin Ser Pro Lyt 
30 35 AO 

CCG CTG ATC TAG TCG GCA TCC TAT, CGG TAC AGT GGT GTG CCA AGC AGA 
Pro Leu He Tyr Ser Ala Ser Tyr Arg Tyt Ser Gly Val Pro Ser Arg 
45 50 33 60 



TTC AGO GGT AGC GGT AGO GGT ACC GAC TTC ACC TTC ACC ATC AGC AGC 
Ph« Ser Gly Ser Gly .Ser Gly Thr Asp Phe Thr Phe Thr He Ser Ser 
65 70 75 

CTC CAG CCA GAG GAC ATC GCC ACC TAC TAC TGC CAC CAA TAT AAC AGC 
Leu Gin Pro Glu Asp lie Al* Thr Tyr Tyr Cys Gin Gin Tyr Asn Ser 
$0 85 90 

TAT CCT CGG GCG TTC GGC CAA GGG ACC AAG GTG GAA ATC AAA C 
Tyr Pro Arg Ala Phe Gly Gin Gly Thr Ly8 Val Glu He Lys 

93 100 105 

SBQ ID NO: 64 
Sequence Length: 26 
Sequence Type: Nucleic acid 
Strandedness: Single 
Topology s Linear 
Molecular Types Synthetic DNA 
Sequence 

CAGAGCCAAA AGTTCCTGAG CGCCAG 
SEQ ID NO: 6S 
Sequence Length: 26 
Sequence Types Nucleic acid 
Strandedness : Single 
Topologyt Linear 
Molecular Type: Synthetic DNA 
Sequence 

CTCAGGAACT TTTGGCTCTG GGTCAT 
SEQ ID NO: 66 
Sequence Length: 379 
Sequence Type: Nucleic acid 
Strandedness ; Double 
Topology: Linear 
Molecular Type: Synthetic 
Original Source 

Organism: Mouse and human 
Immediate Source 



- 74 - 



Clones HEF-RVL-M2 lm-g/c 
Amino acid -19— It lead r 
1 - 23tFRl 



Amino cid 
Amino acid 
Amino acid 
Amino acid 
Amino acid 
Amino acid 
Amino acid 



24 - 34:CDR1 
35 - 49iFR2 
50 - 56:CDR2 
57 - 88:FR3 
89 - 97:CDR3 
98 - 107:FR4 
Sequence 

ATG CCA TGG AGC TGT ATC ATC CTC TCC TTG GTA GCA ACA GCT ACA GGT 
Met Gly Trp Ser Cys lie lie Leu Ser Leu Val Ala Thr Ala Thr Gly 
-19 -13 -10 -5 



48 



GTC CAC TCC GAC ATC CAC ATC ACC CAG AGC CAA AAG TTC CTG AGC GCC 
Val His Ser Asp He Gin Met Thr Gin Ser Gin Lye Phe Leu Ser Ala 
-11 5 10 



96 



AGC GTC GGT GAC AGA GTG ACC ATC ACC TGT AAG GCC AGT CAG AAT GTG 
Ser Val Gly Asp Arg Val Thr He Thr Cys Lys Ala Ser Gin Asn Val 
15 20 25 



144 



ifu 



GGT ACT AAT GTA GCC TGG TAC CAG CAG AAG CCA GCA CAG AGT CCA AAG 
Gly Thr Asn Val Ala Trp Tyr Gin Gin Lys Pro Gly Gin Ser Pro Lys 

30 35 40 

CCG CTG ATC TAC TCG GCA TCC TAT CGG TAC AGT GGT GTG CCA AGC AGA 
Pro Leu He Tyr Ser Ala Ser Tyr Arg Tyr Ser Gly Val Pro Ser Arg 
45 50 55 60 



192 



240 



TTC AGC GGT AGC GGT AGC GGT ACC GAC TTC ACC TTC ACC ATC AGC AGC 
Phe Ser Gly Ser. Gly Ser Gly Thr Asp Phe Thr Phe Thr He Ser Ser 
65 70 75 



288 



CTC CAG CCA GAG GAC ATC GCC ACC TAC TAC TGC CAG CAA TAT AAC AGC 
Leu Gin Pro Glu Asp He Ala Thr Tyr Tyr Cys Gin Gin Tyr Asn Ser 
80 85 90 



356 



TAT CCT COG GCG TTC GGC CAA GGG ACC AAG GTG GAA ATC AAA C 
Tyr Pro Arg Ala Fh# Gly Gin Gly Thr Lys V»l Glu lie Lys 

95 100 105 

SEQ ID NO: 67 
Sequence Length t 29 
Sequence Type: Nucleic acid 
Strandedness : Single 
Topology: Linear 
Molecular Typet Synthetic DNA 
Sequence 

GGACAGAGTC CAAAGCTGCT GATCTACTC 

SEQ ID NO: 68 

Sequence Length; 29 

Sequence Type: Nucleic acid 

Strandedness : Single 

Topology i Linear 

Molecular Type: Synthetic DNA 

Sequence 

ATCAGCAGCTT TGGACTCTG TCCTGGCTT 
SEQ ID NOi 69 
Sequence Lengths 379 
Sequence Type t Nucleic acid 
Strandedness i Double 
Topology: Linear 
Molecular Typei Synthetic 
Original Source 

Organism: Mouse and human 
Immediate Source 

Clone t HEF-RVL-M2 ln-gr 

Amino acid -19 — li leader 

Amino acid 1 - 23:FR1 

Amino acid 24 - 34iCDRl 

Amino acid 35 - 49xFR2 

Amino acid 50 - 56iCDR2 

Amino acid 57 - 88xFR3 



- 76 - 



Amino acid 89 - 97:CDR3 
Amino acid 98 - 107:FR4 
Segu nee 

ATG GGA TGC AGC TGT ATC ATC CTC TCC TTG GTA GCA ACA GCT ACA GOT 
Met Gly Trp Ser Cys II lie Leu Ser L u Val Ala Thr Ala Thr Gly 
-19 -15 -10 -5 

GTC CAC TCC GAC ATC CAG ATG ACC CAG AGC CCA AGC AGC CTG AGC GCC 
Val Hi9 Ser Asp lie Gin Met Thr Gin Ser Pro Ser Ser Leu Ser Ala 
-11 5 10 

AGC GTG GGT GAC AGA GTG ACC ATC ACC TGT AAG GCC AGT CAG AAT GTG 
Ser Val Gly Asp Arg Val Thr lie Thr Cys Lys Ala Ser Gin Asn Val 
13 20 23 

GGT ACT AAT GTA GCC TGC TAG CAG CAG AAG CCA GGA CAG AGT CCA AAG 
Gly Thr Asn Val Ala Trp Tyr Gin Gin Lys Pro Gly Gin Ser Pro Lys 
30 35 40 

CTG CTG ATC TAC TCG GCA TCC TAT CGG TAG AGT GGT GTG CCA AGC AGA 
Leu Leu lie Tyr Ser Ala Ser Tyr Arg Tyr Ser Gly Val Pro Ser Arg 
45 50 55 60 

TTC AGC GGT AGC GGT AGC GGT ACC GAC TTC ACC TTC ACC ATC AGC AGC 
Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Phe Thr lie Ser Ser 
65 70 75 

CTC CAG CCA GAG GAC ATC GCC ACC TAC TAC TGC CAG CAA TAT AAC AGC 
Leu Gin Pro Glu Asp lie Ala Thr Tyr Tyr Cys Gin Gin Tyr Asn Ser 
60 85 90 

TAT CCT CGG GCG TTC GGC CAA GGG ACC AAG GTG GAA ATC AAA C 
Tyr Pro Arg Ala Phe Gly Gin Gly Thr Lye Val Glu lie Lys 

95 100 105 

SEQ ID NO: 70 
Sequence Length: 379 
Sequence Types Nucleic acid 
Strandedness t Double 
Topology: Linear 
Molecular Type* Synthetic 



- 77 



Original Sourc 

Organism: Mouse and human 
Immediate Source 

Clone : HEF-RVL-M2 lo-g* 



Amino 


acid 


-19- 


— 1 i leader 


Amino 


acid 


1 


- 23iFRl 


Amino 


acid 


24 


- 34iCDRl 


Amino 


acid 


35 


- 49:FR2 


Amino 


acid 


50 


- 56iCDR2 


Amino 


acid 


57 


- 88:FR3 


Amino 


acid 


89 


- 97tCDR3 


Amino 


acid 


98 


- 107sFR4 



Sequence 

ATG GGA TGG AGC TGT ATC ATC CTC TCC TTO OTA GCA ACA GCT ACA GGT 

Met Gly Trp S«r Cya He He Leu Ser Leu Val Ala Thr Ala Thr Gly 

-19 -15 -10 -5 

GTC CAC TCC GAC ATC CAG ATG ACC CAG AGC CCA ACC AGC CTG AGC GCC 

Val Hie Ser Asp He Gin Met Thr Gin Ser Pro Ser Ser Leu Ser Ala 

-11 5 10 

AGC GTC GGT GAC AGA GTG ACC ATC ACC TGT AAG GCC AGT CAG AAT GTG 

Ser Val Gly Asp Arg Val Thr He Thr Cys Lys Ala Ser Gin Atn Val 

15 20 25 

GGT ACT AAT GTA GCC TGG TAC CAG CAG AAG CCA GGA CAG AGT CCA AAG 

Gly Thr Asn Val Ala Trp Tyr Gin Gin Lys Pro Gly Gin Ser Pro Lys 

30 35 40 

CCO CTG ATC TAC TCG GCA TCC TAT CGG TAC AGT GGT GTG CCA AGC AGA 

Pro Leu He. Tyr Ser Ala Ser Tyr Arg Tyr Ser Gly Val Pro Ser Arg 

45 50 55 60 

TTC AGC GGT AGC GGT AGC GGT ACC GAC TTC ACC TTC ACC ATC AGC AGC 

Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Phe Thr He Ser Ser 

65 70 75 



CTC CAG CCA GAG GAC ATC GCC ACC TAC TAG TGC CAG CAA TAT AAC AGC 
Leu Gin Pro Glu Asp lie Ala Thr Tyr Tyr Cys Gin Gin Tyr Asn Ser 
80 85 90 



TAT CCT CGG GCG TTC GGC CAA CGG ACC AAG GIG GAA ATC AAA C 
Tyr Pro Arg Ala Phe Gly Gin Gly Thr Lys Val Glu lie Lye 

95 100 105 

SEQ ID NO: 71 
Sequence Length: 2 3 
Sequence Type: Nucleic acid 
Strandedness : Single 
Topology: Linear 
Molecular Type: Synthetic DNA 
Sequence 

GCTCCAAAGC CGCTGATCTA CTC 
SEQ ID NOt 72 
Sequence Length: 23 
Sequence Typei Nucleic acid 
Strandedness: Single 
Topology: Linear 
Molecular Type: Synthetic DMA 
Sequence 

TAGATCAGCG GCTTTGGAGC CTT 
SEQ ID NO: 7 3 
Sequence Length: 379 
Sequence Type: Nucleic acid 
Strandedness : Double 
Topology i Linear 
Molecular Type: Synthetic 
Original Source 

Organism: Mouse and human 
Immediate Source 

Clone: HEF-RVL-M21p^g* 

Amino acid -19 — 1: leader 

Amino acid 1 - 23:FR1 

Amino acid 24 - 34:CDR1 



Amino 


acid 


35 


- 49iFR2 


Amino 


acid 


. 50 


- 56iCDR2 


Amino 


acid 


57 


- 88iFR3 


Amino 


acid 


89 


- 97sCDR3 


Amino 


acid 


98 


- 107:FR4 



Sequence 

ATG GGA TGG AGC TGT ATC ATC CTC TCC TTG GTA GCA ACA GCT ACA GGT 

Met Gly Trp Ser Cys lie lie Leu S«r Leu Val Ala Thr Ala Thr Gly 
-19 -15 -10 -S 

GTC CAC TCC GAC ATC GAG ATG ACC CAG AGC CCA AGC AGC CTG AGC GCC 
Val His Ser Asp He Gin Met Thr Gin Ser Pro Ser Ser Leu Ser Ala 
-11 5 10 

AGC GTG GGT GAC AGA GTG ACC ATC ACC TGT AAG GCC AGT CAG AAT GTC 
Ser Val Gly Asp Arg Val Thr He Thr Cys Lys Ala Ser Gin Asn Val 
IS 20 25 

GGT ACT AAT GTA GCC TGG TAC CAG CAG AAG CCA GGA AAG GCT CCA AAG 
Gly. Thr Asn Val Ala Trp Tyr Gin Gin Lys Pro Gly Lye Ala Pro Lye 
30 35 AO 

CCG CTG ATC TAC TCG GCA TCC TAT CGG TAC AGT GGT GTG CCA AGC AGA 
Pro Leu He Tyr Ser Ala Ser Tyr Arg Tyr Ser Gly Val Pro Ser Arg 
45 50 55 60 

TTC AGC GGT AGC GOT AGC GGT ACC GAC TTC ACC TTC ACC ATC AGC AGC 
Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Phe Thr He Ser Ser 
65 70 75 

CTC CAG CCA GAG GAC ATC GCC ACC TAC TAC TGC CAG CAA TAT AAC AGC 
Leu Gin Fro Glu Asp lie Ala Thr Tyr Tyr Cys Gin Gin Tyr Asn Ser 
80 85 *0 



TAT CCT CGG: GCG TTC GGC CAA GGG ACC AAG GTG GAA ATC AAA C 
Tyr Pro Arg Ala Phe Gly Gin Gly Thr Lys Val Glu He Lys 

95 100 105 

SEQ ID NO: 74 
Sequence Lengths 137 
Sequence Type: Nucleic acid 



Strandedness : Singl 
Topology: Linear 
Molecular Type: Synth tic DNA 
S qu nc 

AAGAAGCCTG GGTCCTCAGT GAAGGTCTCC TGCAAGGCTT CTGGCTTCAA CATTAAAGAC 

ACCTATATAC ACTGGGTGCG CCAGGCTCCA GGACAGGGCC TGGAGTGGAT GGGAAGGATT 

GATCC7GAGG ATGGTAA 

SEQ ID NO: 75 

Sequence Length: 111 

Sequence Type: Nucleic acid 

S t r a ndedne 68: Single 

Topology: Linear 

Molecular Type* Synthetic DNA 

Sequence 

TGAGATCTGA GGACACAGCC TTTTATTTC? GTGCAAGTGC CTACTATGTT AACCAGGACT 

ACTGGGGCCA AGGGACCACT GTCACCGTCT CCTCAGGTGA GTGGATCCGA C 

SEQ ID NO: 76 

Sequence Length: 130 

Sequence Type: Nucleic acid 

Strandedness : Single 

Topology: Linear 

Molecular Type: Synthetic DNA 

Sequence 

ACCTTCACTG AGGACCCAGG CTTCTTCACC TCAGCTCCAG ACTGCACCAG CTGCACCTGG 

GAG7GAGCAC CTGGAGCTAC AGCCAGCAAG AAGAAGACCC TCGAGGTCCA GTCCATGGTC 

GAAGCTTATC 

SEQ ID NO: 77 

Sequence Length: 132 

Sequence Type: Nucleic acid 

Strandedness: Single 

Topology r Linear 

Molecular Type: Synthetic DNA 

Sequence 

AAAGGCTGTG TCCTCAGATC TCAGGCTGCT GAGCTCCATG TAGGCTGTGT TCGTGGATTC 
GTCTGCAGTG ATTGTGACTC GGCCCTGGAA CTTCGGGTCA TATTTAGTAT TACCATCCGC 
AGGA7CAATC CT 



SEQ ID NO: 7 8 

Sequence L ngth: - 25 

S quence Type: Nucl ic acid 

Strandedness : Single 

Topology: Linear 

Molecular Typei Synthetic DNA 

Sequence 

GATAAGCTTC CACCATGGAC TGGAC 
SEQ ID NO: 79 
Sequence Length x 25 
Sequence Type: Nucleic acid 
Strandedness i Single 
Topology i Linear 
Molecular Typei Synthetic DNA 
Sequence 

GTCGGATCCA CTCACCTGAG GAGAC 

SEQ ID NO: 80 

Sequence Length: 409 

Sequence Types Nucleic acid 

Strandedness : Double 

Topology: Linear 

Molecular Type: Synthetic 

Original Source 

Organism: Mouse and human 

Immediate Source 

Clone t HEF-RVH-M2 1-gyl 
Amino acid -19 — li leader 
Amino acid 1 - 30iFRl 
Amino acid 31 - 35:CDR1 
Amino acid 36 - 49:FR2 
Amino acid SO - 66iCDR2 
Amino acid 67 - 98iFR3 
Amino acid 99 - 106:CDR3 
Amino acid 107 - 117iFR4 

Sequence 



ATG GAC TGC ACC TGG AGG GTC TTC TTC TTG CTG GCT GTA GCT CCA GGT 
Met Asp Trp Thr Trp Arg val phe Phe Leu Leu Ala Val Ala Pro Gly 
-19 -15 -10 -3 



GCT CAC TCC CAG CTG CAG CTG GTG CAC TCT GGA GCT GAG GTG AAG AAG 
Ala His Ser Gin Val Gin Leu Val Gin Ser Gly Ala Glu Val Lys Lys 
-11 5 10 

CCT GGG TCC TCA GTG AAG GTC TCC TGC AAG GCT TCT GGC TTC AAC ATT 
Pro Gly Ser Ser Val Lys Val Ser Cys Lys Ala Ser Gly Phe Asn lie 
15 20 25 



AAA GAC ACC TAT ATA CAC TGG GTG GGC CAG GCT CCA GGA CAG GGC CTG 
Lys Asp Thr Tyr lie His Trp Val Arg Gin Ala Pro Gly Gin Gly Leu 
30 35 AO 



GAG TGG ATG GGA AGG ATT GAT CCT GCG GAT GGT AAT ACT AAA TAT GAC 

Glu Trp Met Gly Arg lie Asp Pro Ala Asp Gly Asn Thr Lys Tyr Asp 

45 50 55 60 

CCG AAG TTC CAG GGC CGA GTC ACA ATC ACT GGA GAC GAA TCC ACG AAC 

Pro Lys Phe Gin Gly Arg Val Thr lie Thr Ala Asp Glu Ser Thr Asn 

65 70 75 



ACA GCC TAC ATG GAG CTG AGC AGC CTG AGA TCT GAG GAC ACA GCC TTT 

Thr Ala Tyr Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Phe 
80 35 90 

TAT TTC TGT GCA AGT GCC TAC TAT GTT AAC CAG GAC TAC TGG GGC CAA 

Tyr Phe Cys Ala Ser Ala Tyr Tyr Val Asn Gin Asp Tyr Trp Gly Gin 
95 100 105 



GGG ACC ACT GTC ACC GTC TCC TCA G 
Gly Thr Thr Val Thr Val Ser Ser 

110 115 
SBQ ID NO* 81 
Sequence Lengths 84 
Sequence Type* Nucleic acid 
Strandedness t Single 
Topology: Linear 



- 83 - 



Molecular Type: Synth tic DNA 
Sequ nee 

AGCTTGTCAC CCTCTCCTCA GGTGGTCGT6 GTTCGGGTGG TGGTGGTTCG GGTGGTGGCG 

GATCGGACAT CCAGATGACC CAGG 

SEQ ID NO: 82 

Sequence Length: 84 

Sequence Types Nucleic acid 

Strandednsss i Single 

Topology* Linear 

Molecular Typei Synthetic DNA 

Sequence 

AATTCCTGGG CCATCTGGAT GTCCGATCCG CCACCACCCG AACCACCACC ACCCGAACCA 

CCACCACCTG AGGAGACGG? GACA 

SEQ ID NO: 83 

Sequence Length i 34 

Sequence Types Nucleic acid 

Strandedness : Single 

Topologyx Linear 

Molecular Typei Synthetic DNA 

Sequence 

CAGCCATGGC GCAGTGTGCA GCTGGTGCAG TCTG 

SEQ ID NO: 84 

Sequence Length: 41 

Sequence Types Nucleic acid 

Strandedness: Single 

Topologys Linear 

Molecular Type: Synthetic DNA 

Sequence 

CCACCCGAAC CACCACCACC TGAGGAGACG GTGACAGTGG T 

SEQ ID NO: 85 

Sequence Lengths 41 

Sequence Types Nucleic acid 

Strandedness x Single 

Topologys Linear 

Molecular Types Synthetic DNA 



- 84 - 



Sequence 

GGGACCACTG TCACCGTCTC CTCAGGTGGT GGTGGTTCGG G 

SEQ ID NO: 86 

S quenc Length: 41 

Sequence Typei Nucleic acid 

Strandednesa t Single 

Topology: Linear 

Molecular Types Synthetic DNA 

Sequence 

GGGCTCTGGG TCATCTGGAT GTCCGATCCG CCACCACCCG A 

SEQ ID NO: 87 

Sequence Lengths 44 

Sequence Type: Nucleic acid 

Strandedness : Single 

Topology i Linear 

Molecular Type* Synthetic DNA 

Sequence 

TCGGACATCC AGATGACCCA GAGCCCAAGC AGCCTGAGCG CCAG 

SEQ ID NO: 88 

Sequence Length i 57 

Sequence Typei Nucleic acid 

Strandedness i Single 

Topologyi Linear 

Molecular Types Synthetic DNA 

Sequence 

CAAGAATTCT TATTATTTAT CGTCATCGTC TTTGtAGTCT TTGATTTCGA CCTTGGT 

SEQ ID NO: 89 

Sequence Length: 822 

Sequence Typei Nucleic acid 

Strandednes e : Double 

Topology: Linear 

Molecular Type: Synthetic 

Original Source 

Organism: Mouse and human 
Immediate Source 




- 85 - 

Clone: pSCFVT7-hM21 
Amino acid 1 - 22: leader 

23 - 139:H chain V r gion 
140 - 154iLinker 
155 - 261sl> chain V region 
262 - 269:FLAG 
Amino acid sequence of Fv polypeptide scFv-hM21 and 
nucleotide sequence coding therefor 
Sequence 

ATG AAA TAG CTA TTG CCT ACQ OCA GCC GCT GGA TTG TTA TTA CTC CCT 
Met Lys Tyr Leu Leu Pro Thr Ala Ala Ala Gly Leu Leu Leu Leu Ala 
5 10 15 



Amino acid 
Amino acid 
Amino acid 
Amino acid 



48 



GCC CAA CCA GCC ATG GCG CAG GTG CAG CTG GTG CAG TCT GGA GCT GAG 
Ala Gin Pro Ala Met Ala Gin Val Gin Leu Val Gin Ser Gly Ala Glu 
20 25 30 



96 



fee 



GTG AAG AAG CCT GGG TCC TCA GTG AAG GTC TCC TGC AAG GCT TCT GGC 

Val Lys Lys Pro Gly Ser Ser Vat Lys Val Ser Cys Lys Ala Ser Gly 

35 40 45 

TTC AAC ATT AAA GAC ACC TAT ATA CAC TGG GTG CGC CAG GCT CCA GGA 

Phe Asn He Lys Asp Thr Tyr lie His Trp Val Arg Gin Ala Pro Gly 

50 55 60 

CAG GGC CTG GAG TGG ATG GGA AGO ATT GAT CCT GCG GAT GGT AAT ACT 

Gin Gly Leu Glu Trp Met Gly Arg He Asp Pro Ala Asp Gly Asn Thr 

65 70 75 80 



144 



192 



240 



AAA TAT GAC CCG AAG TTC CAG GGC CGA GTC ACA ATC ACT GCA GAC GAA 
Lys Tyr Asp Pro Lye Phe Gin Gly Arg Val Thr He Thr Ala Asp Glu 
85 90 95 



288 



TCC ACG AAC ACA GCC TAC ATG GAG CTC AGC AGC CTG AGA TCT GAG GAC 
Ser Thr Asn Thr Ala Tyr Met Glu Leu Ser Ser Leu Arg Ser Glu Asp 
100 105 110 



536 



ACA GCC TTT TAT TTC TGT GCA AGT GCC TAC TAT CTT AAC GAG GAC TAG 
Thr Ala Phe Tyr Phe Cys Ala Ser Ala Tyr Tyr Val Aen Gin Asp Tyr 
115 120 125 



TGG GGC CAA GGG ACG ACT GTC ACC GTC TCC TCA GGT GGT GGT GGT TCG 
Trp Gly Gin Gly Thr Thr Val Thr Val Ser Ser Gly Gly Gly Gly Ser 
130 135 1*0 

GGT GGT GGT GGT TCG GGT GGT GGC GGA TCG GAC ATC CAG ATG ACC CAG 
Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Asp lie Gin Met Thr Gin 
143 150 * 133 160 

AGC CCA AGC AGC CTG AGC GCC AGC GTG GGT GAC AGA GTG ACC ATC ACC 
Ser Pro Ser Ser Leu Ser Ala Ser Val Gly Asp Arg Val Thr lie Thr 
165 170 173 

TGT AAG GCC AGT CAG AAT GTG GGT ACT AAT GTA GCC TGG TAC CAG CAG 
Cys Lys Ala Ser Gin Asn Val Gly Thr Asn Val Ala Trp Tyr Gin Gin 
180 185 190 

AAG CCA GGA AAG GCT CCA AAG CCG CTG ATC TAC TCG GCA TCC TAT CGG 
Lya Pro Gly Lys Ala Pro Lye Pro Leu lie Tyr Ser Ala Ser Tyr Arg. 
195 200 205 

TAC AGT GGT GTG CCA AGC AGA TTC AGC GGT AGC GGT AGC GGT ACC GAC 
Tyr Ser Gly Val Pro Ser Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp 
210 215 220 

TTC ACC TTC ACC ATC AGC AGC CTC CAG CCA GAG GAC ATC GCT ACC TAC 
Phe Thr Phe Thr lie Ser Ser Leu Gin Pro Glu Asp He Ala Thr Tyr 
225 230 235 240 

TAC TGC CAG CAA TAT AAC AGC TAT CCT CGG GCG TTC GGC CAA GGG ACC 
Tyr Cys Gin Gin Tyr Asn Ser Tyr Pro Arg Ala Phe Gly Gltt Gly Thr 
245 250 25S 

AAG GTC GAA ATC AAA GAC TAC AAA GAC GAT GAC GAT AAA 
Lys Val Glu He Lys Asp Tyr Lys Asp Asp Asp Asp Lys 
260 265 



TAATAAGAAT TCTTG 



SEQ ID^Nb^ 
Sequence L~ 



# 



- 87 



90 

igth: . 45 
S qu nee Typej Nucleic acid 
Strand dnesei \Dou£le 
Topology: Linear 
Molecular Types Sj 
Features i Amino acid 
and nucleoid 

Sequence 

GGT GGT GOT GGT TCG GGT 
Gly Gly Gly Gly Ser Gly 
5 




linker region of Pv polypeptide 
e coding therefor 



45 



TCG GGT GGT GGC GGA TCG 
r Gly Gly Gly Gly Ser 

iK 15 



